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Related Structures 



Sequences producing significant alignments: 
qi | 309918 | gb j AAA33784. 1 I antigen 

qi I 22958582 j ref | ZP 00006250,1] COG1360: Flagellar motor pro, 

9L\^l^Mi§iiJ^ll^M.l^ Chain A, Structure Of Artocarpin: A , 

qi I 2 634 72 8 7 |dbj 1BAC372 92. 1| unnamed protein product [Mus mu , 

qi I 34873522 | ref | XP 220904 .2 j similar to hypothetical protei . 
qi | 309820 1 qb j AAA33785. 1 i Antigen 

3iJ.i£M^ hypothetical protein [Macaca fa, 

qi j 34899*222 I ref"|NP 910957 . 1 \ alcohol dehydrogenase-like pro, 
qi| 312421291 ref 1 XP 321495. lj ENSANGP00000025339 [Anopheles . 

qi |4 9938 5j emb | C A A 5 3 511. 1 j collectin-43 [Bos taurus] 
£i-L?_I;I3653^ putative 5-oxoprolinase [Anophe . 

qi | 27923966 1 sp | P42916I CL43 BOVIN Collectin-43 precursor (CL, 
qi I 1083017 1 nir | [A53570 collectin-43 - bovine 

3iJ..§JA?.2A.9J„^ opsin (encephalopsin) ; encephal . 
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qi | 22971781 | ref 1 ZP 00018707, 1| hypothetical protein [Chloro. . 

5I*JLLL?JJ^ conglutinin 1 [Bos taurus] >gi.. 

qi I 10719S68 | sp | Q9QYC0 I ADDA MOUSE Alpha adducin (Erythrocyte.. 

qi 1 27 67 668 8 | ref I XP 218 355 . 1 1 similar to hypothetical protei.. 

aM.I^2^^i£Sl\^^^^J:^L similar to Mox-1 [Rattus norve. . 

qi [ 2771122 6 | ref | XP__213 8 41. 1 1 similar to RIKEN cDNA 1110002H. . 

qi | 21706416 | qb j AAK34368 . 1 1 Addl protein [Mus musculus] 

gi | 12844579 | obj_J_BAB26417 >: _l__J__ unnamed protein product [Mus mu. . 

qi | 7304861 1 ref j NP 038485. 1 1 adducin 1 (alpha) [Mus musculus. . 

qi | 461774 | sp j P23805 1 CONG BOVIN CONGLUTININ PRECURSOR >gi|34.. 

qi | 8850211 1 ref | NP-_ 058686 . 1 1 adducin 1, alpha [Rattus norveg. . 
qi I 26988441 [ ref | NP 7 438 66 . 1 j f umarylacetoacetate hydrolase . . 

qi | 29570599 | emb j CAD69922. 1 1 surfactant protein D [Bos taurus] 
3A J.!.i5.2.?£Z? pericentriolar material 1 protei.. 
qi I 27923754 j sp 1 Q 8 MHZ 9 j CL46__ BOVIN Collectin-46 precursor (CL. . 
qi | 395268 | emb | CAA5Q665 . 1 i conglutinin [Bos taurus] 

g i I 6 7 5 4 6 8 0 | ref 1 N P___0 3 4 9, 2 1 . 1 _[ _ me s e n c h yme home ob o x 1 [ Mu s mu s c . . 
qi | 108358 9 | pir | j S54147 alpha adducin - rat 

qi I 19352357 | ref |NP 598115.11 OprJ' protein [uncultured bacte. . 
^Lil3^122JA\.I^iM^J^3321§.:ll forkhead box D4-like 1 [Homo s.. 
qi | 38 081917 [ ref | XP 132 033 . 2 j stromal interaction molecule 2.. 
qi I 32405518 | ref | XP 323372. lj predicted protein [Neurospora . . 
qi 1 34451549 j qb IAAQ72339. 1 1 FOXD4 [Gorilla gorilla] 
qi | 39979247 j emb j CAE85616. 1 j hypothetical protein [Neurospor. . 

Unknown (protein for MGC: 75588) .. 
qi [ 27378759 | ref |NP 770288.11 bll3648 [Bradyrhizobium japoni.. 
qi | 7516461 1 pir j jE72614 hypothetical protein APE1374 - Aerop. . 

qi 1 7025451 | qb ] AAF35887 . 1 j somatostatin receptor-interacting. . 
qi[4850168j qb | AAD045 69 . 2 I synaptic SAPAP-interacting protei. . 

qi I 11968152 I ref |NP 057232.11 SH3 and multiple ankyrin repea. . 
qi [ 7519945 | pir I I A5 8 8 0 1 mannose- speci f ic lectin KM+ - Artoca. . 
£;LLili9°l^^ alpha 1 type I collagen [Cynops 

qi I 27734098 | ref [NP 775623.11 Eph receptor Bl [Mus musculus] . . 

qi | 27 392 08 | qb | AAB94627 . 1 j Eph-like receptor tyrosine kinase. . 
g i J 2 634 93 4 7 J_ db j_ J _ B AC 3 8 3 1 3 _.__1 ]__ unnamed protein product [Mus mu.. 
9^JJ^M2^1i^iM^22^^^ interphotoreceptor retinoid bind. . 
qi I 29655054 | ref | NP 82 0746 . 1 1 ferrous iron transport protein. . 
qi I 9625581 1 ref | NP 039832.11 Hypothetical protein [Human her. . 

.aidi7A3.2iL^ ephrin receptor EphBl precursor. . 

qi I 34 87 0 072 1 re f j XP__2 13685 . 2 | similar to CG33130-PA [Rattus . . 

qi I 38 08 9 043 | ref 1 XP 133997. 4| RIKEN cDNA 2310057J16 [Mus mus.. 
qi | 38.101266 [ qb | EAA48254 , 1 j hypothetical protein MG10317.4 [.. 
gi I 2122 4 968 I ref 1NP_63_074J7_._1J__ conserved hypothetical protein,. 
qi I 4104 411 j qb j AAD02 030 . 1 j Eph-like receptor tyrosine kinase.. 

qi j 34 327 98 8 | dbj | BA367 82 0 . 2 | KIAA1927 protein [Homo sapiens] 
' qi [291795441 qb I A. AH 4 8 7 8 7.1] Similar to RIKEN cDNA 4930541M15.. 
9Ml§2^132L^LL^Jk^M^^li. hypothetical protein [Yersinia.. 
qriT237877lTdb"Ti'i^2l"l?r7l"|" " P0416D03.19 [Oryza sativa (japo.. 

qil 27721289 [ ref j XP 217250.1] similar to Ephrin type-B recep. . 
qi 1 23613524 1 re f 1 MP 704545 . 1 1 erythrocyte membrane protein 1.. 
3iJJS.L?J-5.^ hypothetical protein [Streptom. . 
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qi | 38045919 | ref 1 MP 005329 . 3 I huntingtin interacting protein... 2 5 150 Hi 

^L12^S!SL^M21^^1^E^^^2J2.:.1.L Possible beta-xylosidase, f ami . . . _25 150 

qi I 209138 95 | ref | XP 14 7 630. 1 j hypothetical protein XP_147630... 25 150 II 

qi I 24 99164 1 sp | Q52 9 92 j YNF7 RHIMS HYPOTHETICAL 25.1 KDA PROTE . . . 25 150 

qi j 6678339 | ref |NP 033404. 1 | thrombomodulin [Mus musculus] >... 2 5 150 H 

.9L4JJ.M^^^ nuclear receptor NHR-114 [Caenor... 25 150 

qi|2072423| qb j AAC51257 . 1 j huntingtin interacting protein 1 ... 25 150 H 

qi | 75572 4 | emb i CAA8 8 5 65 . 1 j alpha-toxin [Clostridium novyi] 25 150 

qi | 15234502 [ ref I NP 192399. 1 [ hypothetical protein [Arabidop... 2 5 150 

ilLl27 9j^ nuclear receptor protein [Caenor... 25 150 

qi | 21234145 | ref j NP 639722 . 1 | hypothetical protein [Streptom. . . 25 150 

qi | 731074 j sp j P40349 [ UR31 USTMA Siderophore biosynthesis reg... 25 ' 150 

qi|2144160|pirl [S55805 alpha-toxin - Clostridium novyi (ATC . . . 25 150 

S.ii2JZ.5§.^.Z.?.^ nuclear Hormone Receptor (nhr-... _2 5 150 H 

qi I 5174543 1 ref |NP 005910.11 MADS box transcription enhancer... 24 201 H 

qi. | 30851578 [ qb | AAH52423 , 1 j CollSal protein [Mus musculus] 24 201 H 

^LL^l^l^l^^ll^^^JlZ^ll hypothetical protein [Oryza sa... ...24 201 

qi | 6978677 | ref 1 N? 037061.11 procollagen, type II, alpha 1; ... 24 201 S 

qi I 23018969 j ref j ZP 00058682.11 COG0545: FKBP-type peptidyl-... 24 201 

qij7462033jpir| [T30910 xylanase (EC 3.2.1.-) - Caldocellum ... 24 201 

!^\M.^2^31^^PJAZ^^1M^.^11.. similar to collagen alpha 1(IV... 2 4 201 H 

qi I 30842815 j ref [NP 783186.21 disrupted in schizophrenia 1 [... 24 201 H 

qi| 183131601 ref | NP 559827.11 3-hydroxy-3-methylglutaryl-coe . . . 24 201 

qi | 23121576 1 ref [ ZP 00103825 . 1 | COG0243: Anaerobic dehydroge . . .• 24 201 

aLUL?102^^ Collagen alpha 2(1) chain ... 2 4 201 

qi | 38344719 | emb | CAE 052 61 ■ 2 I OS JNBbOl 151 09 . 2 3 [Oryza sativa ... 24 201 

qi | 50502 I emb j CAA29946 . 1 1 unnamed protein product [Mus muscu... 2 4 201 H 

qi | 15241519 j ref j NP 199263 . 1 1 small nuclear ribonucleoprotei . . . 2 4 201 

qi | 33 85952 8 1 ref | NP 034061.11 procollagen, type IV, alpha 1 . . . 24 201 11 

qi | 18496907 j ref j NP 569757.11 minor tail subunit gp21 [Mycob... 24 201 

qi I 152 41657 j ref 1 NP 195818.11 zinc finger (C3HC4-type RING f... 24 201 

qi. I 39997046 j ref j NP 952997 . 1 | hypothetical protein GSU1948 [... 24 269 

3±J.JL?.^^ predicted protein [Magnaporthe g... 24 269 

qi 124981080 j qbjAAK39762 . 1 | Unknown (protein for IMAGE : 40102 .. . 2 4 269 H 

qi 116356979 [ ref j NP 443630. 1|ND6 15838 NADH dehydrogenase su... 24 269 



Alignments 



>^il.3098i8 [ _QblJ^33784_._ll antigen 
Length = 386 

Score =31.6 bits (67), Expect =1.4 

Identities = 13/20 (65%), Positives = 13/20 (65%), Gaps = 3/20 (15%) 

Query: 3 QGPAGS GWE E GS GS P PGVT P 22 

Q PAGS GSGSPP V P 

Sbjct: 126 QAPAGSS GSGSPPAVPP 142 
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□ > qi 1 22958582 | rei! | 2P 00006250 . 1 1 COG1360: Flagellar motor protein [Rhodobacter sp 
Length = 366 

Score = 29.1 bits (61), Expect = 7.9 

Identities = 11/16 (68%), Positives = 13/16 (81%), Gaps = 2/16 (12%) 

Query: 4 GPAGSGWEEGSGSPPG 19 

GPAG G EG+G+PPG 
Sbjct: 189 GPAGPG — EGTGAPPG 202 



□ > qi j 20150316 { pdb | 1 J4S ; A III Chain A, Structure Of Artocarpin: A Lectin With Mannos 
Specificity (Form 1) 

qi j 20150317 j pdb i 1J4S j 3 III Chain B, Structure Of Artocarpin: A Lectin With Mannose 
Specificity (Form 1) 

qi 120150318; pdb ; 1 J4S j C ill Chain C, Structure Of Artocarpin: A Lectin With Mannose 
Specificity (Form 1) 

5iI?.?.I^J9.?l_?JP.^J..LJA§.I.5 ^ Chain D, Structure Of Artocarpin: A Lectin With Mannose 
Specificity (Form 1) 
Length = 149 

Score = 28.2 bits (59), Expect = 14 
Identities = 8/11 (72%), Positives = 10/11 (90%) 

Query: 4 GPAGSGWEEGS 14 

GP G+GW+EGS 
Sbjct: 12 GPGGNGWDEGS 22 



□ >qi j 2634.7287 j dbj | BAC 37292 . 1 | H_ unnamed protein product [Mus musculus] 
Length = 280 

Score = 28.2 bits (59), Expect = 14 

Identities = 16/28 (57%), Positives = 17/28 (60%), Gaps = 9/28 (32%) 

Query: 6 AGSGWE-EGSGS ---PPGVTPLFSP 26 

AGSG E EGS + PPG TP FSP 

Sbjct: 34 AGSG-EAEGSSASSPSLPPPG-TPAFSP 59 



□ > qi | 34873522 | ref jXP 220904.2 j Hi similar to hypothetical protein 4932418K24 [Ratt 
Length = 747 

Score = 27.8. bits (58), Expect = ' 19 
Identities = 8/11 (72%), Positives = 10/11 (90%) 

Query: 16 SPPGVTPLFSP 26 

SPPG +PLF+P 
Sbjct: 112 SPPGASPLFTP 122 



> qi | 309820 j qb I AAA33785 . 1 
Length = 417 



Antigen 
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Score = 27.8 bits (58), Expect = 19 

Identities = 11/16 (68%), Positives = 11/16 (68%), Gaps = 3/16 (18%) 

Query: 3 QGPAGSGWEE GSGSPP 18 

Q PAGS GSGSPP 
Sbjct: 160 QAPAGSS GSGSPP 172 



Li > qi 1 16041188 |db-j IBA3697 61 . 1 j hypothetical protein [Macaca f ascicularis ] 
Length = 135 

Score = 27.8 bits (58), Expect = 19 

Identities = 14/28 (50%), Positives = 14/28 (50%), Gaps = 9/28 (32%) 

Query: 4 GPAG-SGWEEGSGSP PGVTP 22 

GP G SGWE G SP P VTP 

Sbjct: 83 GPVGAS GWE AGCAS PQ PT S LT P Y PR VT P 110 



G > qi | 348 99222 | ref | NP 910957. lj alcohol dehydrogenase-like protein-contains EST C7 
[Oryza sativa (japonica cultivar-group) ] 
Length = 462 

Score =27.8 bits (58), Expect = 19 

Identities = 12/19 (63%), Positives = 12/19 (63%), Gaps = 2/19 (10%) 



Query: 5 PAGSGWEEGSGSPPGVTPL 23 

PAGSG E GSPP V ' L 
Sbjct: 405 PAGSGRGE — GSPPAVKSL 421 



^ >9li21i^ll32i£^J6^^lM^^l\. ENSANGP 00000025339 [ Anophel e s gambi ae ] 
qi 1 19572990 j emb j CAD28130 . 1 j putative 5-oxoprolinase [Anopheles gambiae] 
qi j 301737 44 | qb | EAA4 3140 . 1 | ENSANGP000 00 02 5339 [Anopheles gambiae str. PEST] 
Length = 1344 

Score =27.4 bits (57), Expect = 26 

Identities = 11/15 (73%), Positives = 12/15 (80%), Gaps = 3/15 (20%) 

Query: 11 EEGSG-SPPG — VTP 22 

EEGSG +PPG VTP 
Sbjct: 688 EEGSGQAPPGRLVTP 702 



^ >3_iJ .Ai^ 3 8 5J ej[^| CJ^2^ii.:2J.. ® collectin-43 [Bos taurus] 
Length = 301 

Score = 27.4 bits (57), Expect = 26 

Identities = 15/26 (57%), Positives = 16/26 (61%), Gaps = 6/26 (23%) 

Query: 1 GMQGPAG SGWE EGSGSP PGVTP 22 

GM GPAG SG +GS PPG TP 
Sbjct: 5 0 GMPGPAGREGPSGR-QGSMGPPG-TP 7 3 
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^ > 3i.JL?.I43 653^J_e_i^Jj3^2 9_6^ putative 5-oxoprolinase [Anopheles gambiae] 

Length = 756 

Score =27.4 bits (57), Expect = 26 

Identities = 11/15 (73%), Positives = 12/15 (80%), Gaps = 3/15 (20%) 

Query: 11 EEGSG-SPPG--VTP 22 

EEGSG +PPG VTP 
Sbjct: 644 EEGSGQAPPGRLVTP 658 



□ > qi | 27923966 | sp I P42916 | CL43 BOVIN Collectin-43 precursor (CL-43) (43 kDa collect 



.SlLQ^I^IO^ 43kDa collectin precursor [Bos taurus] 

qi j 192 52111 j qb [ AALG18 56 . 1 1 43kDa collectin precursor [Bos taurus] 
Length = 321 

Score = 27.4 bits (57), Expect = 26 

Identities = 15/26 (57%), Positives = 16/26 (61%), Gaps = 6/26 (23%) 

Query: 1 GMQGPAG SGWEEGSGSPPGVTP 22 

GM GPAG SG +GS PPG TP 

Sbjct: 70 GMPGPAGREGPSGR-QGSMGPPG-TP 93 



□ > qi j 1063017 | pir | j A53570 collectin-43 - bovine 
Length = 301 

Score = 27.4 bits (57), Expect = 26 

Identities = 15/26 (57%), Positives = 16/26 (61%), Gaps = 6/26 (23%) 

Query: 1 GMQGPAG SGWEEGSGSPPGVTP 22 

GM GPAG SG +GS PPG TP 

Sbjct: 50 GMPGPAGREGPSGR-QGSMGPPG-TP 73 



Hi > qi | 6753710 | ref | N? _034228 . 1 | H opsin { encephalopsin) ; encephalopsin [Mus musculu 
gi 1 18203573 j sp j Q9WUK7 I OPN3 MOUSE Opsin 3 (Encephalopsin) (Panopsin) 



£iii8J4 95_0J^ 19 encephalopsin [Mus musculus] 

qi j 2 63 3 5 5 4 1 j db j I BAG 31471. 1 1 IH unnamed protein product [Mus musculus; 
qi 127463274 I qb | AAQ157 19 . 1 j encephalopsin [Mus musculus] 
Length = 400 

Score = 26.9 bits (56), Expect = 34 

Identities = 11/24 (45%), Positives = 14/24 (58%), Gaps = 7/24 (29%) 

Query: 10 WEEGSGS PPGV TPLFSP 26 

WE+G+G+ P G PLFSP 

Sbjct: 13 WEDGAGAEGAAPAGTRSPAPLFSP 36 



^ > <LkJJ2L?.71^ hypothetical protein [ Chlorof lexus aurantiacus] 
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